The original version of the paper in Section 3.8 reports that *"The peptide mass tolerance and fragment mass tolerance values were 10 ppm and 30 mDa, respectively"* \[[@b1-ijms-14-09685]\] (p. 387). To help others who may want to use the same methods in the future, the authors would like to correct the wording to: "*The peptide mass tolerance and fragment mass tolerance values were 30 ppm and 0.15 Da, respectively. In order to decrease the probability of false peptide identification, only peptides with significance scores above the identity threshold (at the 95% confidence interval), defined by Mascot probability analysis ([www.matrixscience.com/help/scoring_help.html\#PBM](www.matrixscience.com/help/scoring_help.html#PBM)), were considered to be confidently identified and used for protein identification. Furthermore, only proteins identified in all four iTRAQ samples through at least two peptides with a p-value of \<0.05 (expectation value) were further analyzed*". The authors would like to apologize for any inconvenience this may have caused to the readers of this journal.
